Coomassie stained 2D-maps of whole cell lysates ( Figure S3 ) were analyzed essentially as described in Wagner et al. (2007) Mol. Cell. Proteomics 6,1527-1550, with only a few modifications: For each spot a two-way ANOVA was performed on log transformed data, with treatment (± protein overexpression) and strain as factors, resulting in a p-value for each spot. Spots with missing data in at least one complete replicate group, were excluded from the ANOVA-analysis, but information about these spots is provided and marked as 'qualitative' information. The p-values were ordered and the calculated false discovery rate (FDR)0.05-level was 0.014, with FDR <0.05 considered significant. Significant effects ('treatment', 'strain', 'treatment and strain' (no interaction), and 'interaction') were found for 122 spots. Furthermore, matrix and/or auto-proteolytic trypsin fragments were removed by the software Peak Eraser v2.01 (Lighthouse data). Shown are only spots that could be identified by MS. 
The numbering corresponds to the spots in 2D gel images of figure S3.
Mascot MOWSE protein score.
In case an ID reference is given, the identification is based on the matching of spots to a published reference gel by PDQuest 8.0 (Bio-Rad). OE refers to figure 8 and suppl. Coefficient of variation of spot intensities within a replicate group.
Number of matching peptides at mass accuracy of 50 ppm, without allowing missed cleavages. Number of not matching peptides.
Size of proteins calculated from the spot position on the 2D-gels used for the analysis. pI of proteins calculated from the spot position on the 2D-gels used for the analysis.
Protein sizes (in kDa) predicted from amino acid sequence. Two sizes are given for secretory proteins, the first size corresponds to the mature form of the protein after signal sequence processing, and the second size corresponds to the precursor form including the signal sequence. pI predicted from amino acid sequence. Two values are given for secretory proteins, the first value corresponds to the precursor form including the signal sequence, and the second value corresponds to the mature form of the protein after signal sequence processing.
Coverage by the matching peptides to the protein sequence in the Swiss Prot database v54.6.
Gene name and synonyms extracted from the Swiss Prot database v54.6 for E. coli (release 12/04/07, http://www.expasy.org). "*" indicates that the PMF data were just outside our citeria for positive identification, but that the predicted denatured mass (corrected for processed signal peptide) did match the experimentally determined mass. Thus these identities are only tentative.
The average spot intensity of all gels in one replicate group after normalization calculated by PDQuest. The values are based on the area under a Gaussian distribution constructed from spots in the filtered 2D images.
